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Additional file 2. Unrooted Maximum Likelihood tree based on partial 16S rRNA gene
sequences. The tree was inferred by using the Kimura 2-parameter model [1]. The percentage of
trees in which the associated taxa clustered together is shown above the branches. A discrete Gamma
distribution was used to model evolutionary rate differences among sites (5 categories (+G = 0.0536)).
The rate variation model allowed for some sites to be evolutionarily invariable ([+1], 35.6880% sites).
The tree is drawn to scale, with branch lengths measured in the number of substitutions per site. There
were a total of 1494 positions in the dataset. Evolutionary analyses were conducted in MEGA7 [2].
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